A draft genome sequence was assembled and annotated of the basidiomycetous yeast Rhodotorula sp. strain CCFEE 5036, isolated from Antarctic soil communities. The genome assembly is 19.07 megabases and encodes 6,434 proteincoding genes. The sequence will contribute to understanding the diversity of fungi inhabiting polar regions.
scaffolds were eliminated if they aligned with at least 95% identity to a longer contig with MUMMer (v3.23) (18), using the "clean" step in Funannotate (v0.5.5) (19) . The assembly was 155 contigs and totaled 19 (23) . GeneMark.hmm-ES self-training used default parameters, and AUGUSTUS was trained with alignments of BUSCO basidiomycota-_odb9 proteins (v9) (24) and gene prediction parameters archived in a GitHub repository (25) . Gene functions were assigned by similarity to Pfam (26) , MEROPS (27) , CAZy (28, 29) , eggNOG (v4.5) (30), InterProScan (31) , and Swissprot (32) databases by BLASTP (v2.5.0ϩ) or HMMER3 (33) searches using Funannotate default parameters. A total of 6,553 protein-coding genes were predicted and prepared for GenBank submission by Genome Annotation Generator (34) .
Data availability. This whole-genome shotgun project was deposited at DDBJ/ENA/ GenBank under the accession number MXAQ00000000. The version described in this paper is the first version, MXAQ01000000. Illumina sequence reads are released under SRA accession number SRR5223778 and associated with BioProject PRJNA342238.
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